Alignment of rat and mouse Chaer homologs:

Score

2425 bits(2688)

Expect Identities Gaps Strand
0.0 2184/2731(80%)  177/2731(6%) Plus/Plus

Query = rat Chaer
Sbhjct = mouse Chaer
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CATTTGCAGGGGCCTCACGGAGTGCAGACTCGGTGTTACATCAGGCAGTTCTCCATAATC

R R R R R R R
CATTTACTGGGGCCTCACGGAGTGCAGACTCGGTATTCCATCGGGCAGTTCTCGGTAATC

TGGTAGCCCATGTCTGACGCCAATTCTGGTTCTCTG----AATCTGATAGGTGCAGATCC

N RN FEEETrrrrrrr rrrrrnd
TGGTAACACGTGTCCGATGCCAGTTCCAGTTCTCTGGTTGAATCTGATAGGTACAGATCC

CAAACTGATCTTGAACATGGTGTGGGCAGGATCACCTAGCAGGC-TGAAAGTCATGTGAA

e e N R
CAAACCCATGTTGGACATGGTGTGGGCAGGATAACCTGGCAGGCCTGGGAGTCAAATGAA

GAGAAGAGCGGAGGGTTTGTTGCAAA-GTCTCAGGATGGCTAACTTGTCTCCTTCCGAGG

R R N R R NN N
GAGAGGAGCTGAGGGCT-GCTGCAAAAGTCTCAGGATGGCTGACTTGTCTCCTTCTGAAG

CTTCTAGAAATGGCTCTGACACAAAGGCCTTTGGGAGAGCAGGCTCAAGTGACAAGAGA-

FEErrer e rrrrrrrrrrrrrrrrerrrrrr e e rr et
TTTCTAGACTTGACTCTGACACAAAGGCCTTTGGGAGAACAGACTCAAGGGACAAGGGGT

——————— CCCTTCTCTCATTTGAGCCCCATTCAGAGGGGGACACCCACAGGCAGGAACAT

I N e N EE e
GATGCTTCGCTTCCCTCATTGGAGCCCCTTTCAGAGGGGAAAACTCACAGGCAGGAACCT

GTGTGCCAGCCCTGACC-AGAGCAACAGTGAACAGTCACTGCTGTGTTTGACAGCATCCA

Forrrrrrrrrrrrre e reerrerrrrrrrrrr e o rrrrrr et I
GCGTGCCAGCCCTGACCCAGAGCAACAGTGAACAGTCCCCGCTGTGTTCCACAGCGCTCA

TCCAGAAACACTTGTGGTTTTCCATCACATTCTAGAATCCACAGGAGACCTGGAAGCTGA

FEETEEETrrT FEorrrrrrrrrerrrer e et e e
TCCAGAAACACTGCGGGGTTTCCATCACATTCTGCAGTCCACAGGAAACCTGGAAGCTGA

CTCTTTCTCTTCTGTGATCTCCGCCTCCCCTGCTGGCCTGTGCTCTGTGGGAACTCATTA

FEEre rrrrrrrrrrerrt rrrrrrrrr e e e e rerr e rr e
GTCTITTTTICTTCTGTGATCTCTGCCTCCCCTGCTGGCCTGTGCTCTATGGGAGCTCATTA

GCTGAACCCT-GGAC-AAGGACAAGCAAGCAGGGCTGAAAAGAGACTTTATGAACAACTG

FErrrrrrr o rerr rerrrrrr e e err e et rrrrrr e e e
GCTGAACCCCAGGACCAAGGACAAGCAAGCAGGGCTGAATAGAGACTTTATGAACAGCTG

-TGGTC-———-- TGCTGTCTCCTTGTGAAGAAA-——————— CCTG-AACTAGAAAGCAGGG

Il PRt rrrrd FEEE bt
CTACTCCGTGGIGTTGTCTCCTTGTGAAGAAAGGGGTGAGCCTGGAAGTAGAAAGCAGGG

AGTTTGGCTTTGTTATTGT----TATTCCTGGAAGGGAtgtgtgtgtgtgtgtgtgtgtyg

FEEEE T rrrrrnn Frrrrrrrrrr L
GATTTGGITTTGTTATTGCGTAATCTTCCTGGAAGGCGGGCGAGGG-———————=————~

tgtgtgtgtgtgtgtgtAGGGGGGTAATAACAGCATTTGTCACTTTTACTGCCTGGTTGT

L e O O O O U R
—————————————————— GGGTGGTAAGAAGAGCATTTGTCACTTGAACTGTCTGCTTGG

GATAGTAGTCCCTGACCCCTTTCCAGGACTTCCATAACTTGGCTCAGAGTTGGCCCTTAG
FEorrrr rerrerrrerrrerrrerrerrrrrrrerr et rer e
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GACAGTATTCCCTGACCCCTTTCCAGGACTTCCATAACTTGGCACTGAGTTGGCCCTTAA

ATTGGCAAACCAAAGTTGGCACTGAGCAACACATAAGAAGTAGAAAGAATTTTTTCATGA

Frrrrerrr e e e e et e rerr e e e e e
GTTGGCAAACAAACCTTGGCACTGAGCAACACTTAAGAGGTAGAARAGAATGTTTTCATGC

CTTCAGCAGCTCCAACAGACTCTGAAGGGAGAGAGGTACCAGTCCTATTGCTTACCATCC

FErrrrrrerrrer rerrrerreer e rer e rrrr rrrr et
CTTCAGCAGCTCCAGCAGACTCTGAAGGCTGAGCGGTAGCAGTTCTATCGCCTGCCATCC

AGTCCCAGAGCAGCAGGGTCCTTAGACCTGCATCTCAAGCCAGGTAGCCTGCACATCAGA

O rrrrrr re rrrrrrd FEEEEEr rrrrrrrrrrrrer el
AGCCCCAGAGTAGAAGGGTCCG-~~—~~~ GCATCTCCAGCCAGGTAGCCTGTATGTCAGG

CTCACACAGGATATG----GGATCTCCATCTTGGGAGAACA-GCATTGATGCTTCAGCTC

FEEErr rer e Forrrrrrrrrr rrrrrrrrr re rrrrrrrrrrrr e
CTCACATAGGCTATGTATGGCATCTCCATCTCGGGAGAACAAGCGTTGATGCTTCAGTTC

TGGCCTAGTCATTGCCAATGTCCATTGACGGTTCATCTTCACTCTGAGGGGAGCAGAAAA

R e e N R R R R R R
TGGCCTCGTCATTACCAATGTCCTTCAATGGTCCCTCTTTACTCTGAGGGGAGCAGAAAA

AGGGGGGTCTCATTCGGATGCTAAGAGATGA-CAAATTTCTAGAACCTTCTCTCTCTTCT

Frerrrreeerr reeeer o rrrrr bt e e e
--GGGGGTCTCATTTGGATGCCATGAGATAAGCTAATTTCTAGAACCTTCTCTATCTTCT

GTCAATTCTAGCTTGGATGAGCAATTAGCAGTCAGAAGCAGACG----ACTCTACTCAGA

e rreerr terrer e rrrr e rrrrr et rrrnd LTt
GTCAGTTCTAGTTTGGATTAGCGATTAGCTGTCAGAACCAGACAGACAACTCTACTCAGA

CAAGTTCCAGAAGGTGAGAGCCGGGTCCTTGA-TGCCAAAGGAACCTCAGACGATTCCTG

R N e N R R R RN
CAAGTACCAGATGGGGAGCGCTGAGTCCTCGGGTGCCGAAGGGACCTCAGATGATTCCTA

CCGGGTCTGCGTTTCCTTCCCTTGCTTAGATAACAGCACATGGGTCCTTAGGAGCTTGCA

e rre e rerrrr rrrrrrrr rrrrrrr e rerr et e
CAGGGCCTGTGCTTTCTTCCCCTGCTTAGAGAACAGCACATAGGTCCTTAGCGGCTTGCA

CATAAAAATAAATGAAAGATTTTTGTTTACCCTCATCTATCTTTAGCCCCATAGGAAAGA

FEETEE Trrr e FEEEEEErrrrrr e
CATAAACATAAATGAAAGAT —————=————=———=—————— CTTTAGCCCCATAAGAAAGA

aaaaaaCAAGCAAACAAAATAGGCCTGGGCAGTCTGGTTTGGAATAAAAACACAAGCGGT

FEIT RN R R R R R R [l
AAAAAT--——~ AAACAAAAAAC-CCTGAGCAGCCTGGTTTGGGATAAAAACAT-~GCAGT

GTACACGATTTTTGTAAAAATTAACTTTGGCTAAAGCATTTCGGAAGTCAGCAGCATCTA

FEErE rrrrrrrrrrerrerrrrerreert et rr et e
GTACATGATTTTITGTAAAAATTAACTTTGGCCAGAGCACTTGGGAAGCAAGCAGCATCTA

AGCTTAGTCAGGCAGATTCATGGGTGAAAGCCTGTGTAGTTGACAAGCGTTTGCAGATGA

R e N R R e e R R R R
AGCTGAGACAGGCAG--TCATGCCTGAAAACCTGTCTAGTTGACAAGCATATGCAAATGA

GAAAAGAGAGAAGTCTCTGTAGTCCTAGTGAGAAGCCTTGGCTGACT-CCATGACAGGCT

e e e e e O e B e B e N e N N N N e NN
GGAAAGAGGGAGGCCTCCCTGGTCCTAGTCAGCAGGCTAGGCTGACGGCCATGACAGGCT

TCAAACTGGCAGTTCAGGAGACTAGGCCTAAATCTCTTTTTCCAAGAACTGGACAATTCC
CEEEErrr rrrer rerrrer e et e rerr et et rrr
TCAAACTGACAGTTAAGGAGACTAGGCCTAAACCTCTGTTTCCAAGACCTGGGAARATTCT

AGGCTAGTTCAGGCCT----CAGAAGCTTCCCTGCCATCTGGCCTGAGGCAAGGACAATG
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FEETEE T R R R
TGGCGAGTCCAGGCCTGCCTCAGAAGGTGCCCCACCACCTGGCCTGAGGCAAGGACAATG

GGGTCAGCAGCCATTTCCAGACTTCCTCAGCTACTTCCTCAGCGGCAGTTTCCAGACC-—

| [1 FEEET Frrrrr e |
GA-——————mmm oo TGAG----——-- TCAGCTGCAGTTTCCAGATCGA

-TCCCC--AGCAAGTTTCCAGCCCC-CACACTTCAGTAATGGA-TGTCGGTAGAGATGGA

Frrrr o rrrrrerrrrrrerrrrreerr rrrerrrrrrr et rrrrrrrr
CTCCCCCTAGCAAGTTTCCAGCCCCTCACACCTCAGTAATGGAATGTCTATAGAGATGGA

CCCAACAGATTAACATAGACGTCATCTACCCTGGAATTCCCTAACGTGCTTTAATTCAGG

Frrrrrerrrrrrr e reer rreeer o rrrrrrrrr et e rrrr e
CCCAACAGATTAACGTAGAGGTCACCTACCCCAGAATTCCCTAATGTGCTTTAAATCAGG

CCTGCAAGCTCTCTTGGT-GACTCTCTAT--TCTGGTAACGGGAAACCGCAGCACGCTGG

R R N ey
CCTGTAAGCTCACTTGGTTGACTCTCTCTGTTCTGGTAATGGGAGAGCCCAGCATGCTGG

ACTTCTACAGAATAAAACACT--TTGTGGTTATATACTATTTAAGTCCGGG-TATCATTC

11 Cerrerrreerreer o rrrer  rrrr et e et rrrr e b
ACT---ACAGAATAAAACACTCTTTGTGTCTATATACTATTCAAGTCCGGGCTTTCGTTC

TTCAGTGAATCATGGACCCTTACACTAGGAAGGAGATATCCCAGCACAGTGTAAGGTATT

Il R R R e R A R
TTTGTGGAAATATGGACCCTTACAGTAGGAAGGAGGTAGCCTAGCATGGTGTGAGGTACT

GGAACAGAACA--GAGTCTCCCAGAGAGGAGGGCCAGAAGAGACTCCTGGCTCCATGAAA

e N N R R R R
GGGACAGAGCAAAGAGTCTTCCAGAGAAGAGGGTGAGAAGAGACTCTTGGCTCCATGARA

AAACTAAAGATGGCAAGAACACAAGGCAGGAACTTGGACAGTATCAGAGCTGCGAGCTGT

RN FEErrrrrr teerr errrrr e rrrrr rrrrrrr e e
AAGCTAAAGCCAGCAAGAACATAAGGCGGGAACTTGAACAGTGTCAGAGCTGTGAGCTGA

TCTGAAGGGTTTCTGCCCCTGGTTACTGACATAGCCTACAGGAGTTCTT-CCACCTATGC

CEEr frrrrrerr et rr et reird FEEEEE trr trrrr i
TCTGTGGGGTTTCTGCCCCTGGCTAGTGACGTAGCCCGGAGGAGTCCTTGCCACCCATGC

CTTTGAGTAGAGGAGGTGTAGGATCTGCAGAACATCCAGAGCCTTGTTCTGGAACAAAAG

N e e
CTTCGGGTAGAGGAGGAGTAGGATTTGCAGAGCGTTCAGAGCTTCATCCTGGTACCAAGG

CTCTAACCCACAGCTGTGTGGTGCTTGCAGTTATGTACCCACAGTAAACCACAGTCCAAA

R A
CCCTTACCCACAGCTTTGCGGTGCTTGTCATTATGTACCCACAGTAAACCACAATCCAAA

AGTATTAAATGGAAAACTCTAAAAATAAATAACCCATGGTCTTTAAATTGCAGCCTGTGT

R R e e N R R N N
AGTATCAAATGGGAAACTCTAAAAATAAATAACTCAAGAACTTGACATTGCGGCCTCTGT

CGGGAACTCTGGTCCCATCAGCTCCCTCTGGCCCCTGCATGTGAACTGTTCCCTCAAGCA

Forrrrrrrrr rerrerrrerrrerreer ot e et e
CAGGAACTCTGCTCCCATCAGCTCCCTCTGACTCCCGGATGGGAATTATTCCCTCGTGCA

GTCTACCCCATCCCTGCACATTAGCCCTGGTTTCCTTCCCAGCCATTTCA-CTCTCAGGC

eI FEEEEE rrr e PR rrrrrrr e e rrrrrrrrd
GTATAACCTCACCCTGCCCATCAGCGCTTACTTCGTTCCCAGCCGTTTCAGCTCTCAGGC

CCGCTGTGGTGGCACAGTAATTTAGATCTACATTAAGTTTATGTTGTTGGTCTTGAGCTG

Lot b rrrrrrr e rerrr e et rrr e e rrrr e e
CTACTGTGGGGTTACAGTAATCTAGATCCACATTATGTTTATGTTGITGATCTTGAGTTG
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Query 2632 GGCTTAA-TTTATGAATTAAACTTATTCTTA 2661

FEEEEE Thrd FEEEEEETr e
Sbjct 2700 TGCTTAATTTTACTTATTAAACTTATTCTITA 2730






